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RAW SEQUENCE LISTING ^TE: 05/02/2002 

PATENT APPLICATION: US/10/017 , 372A TIME: 13:00.06 

Input Set : N:\Crf3\04152002\J017372.raw 

Output Set: N:\CRF3\05022002\J017372A.raw DoeS Not Comply 

Corrected Diskette Needed 

1 <110> APPLICANT: Wolfraim, Lawrence 

3 <120> SJS r OP iraTIOH: FUNCTIONALIZED TGF-BETA FUSION PROTEINS 

4 <130> FILE REFERENCE: 4239-61302 - j^Z, H ^ 

5 <140> CURRENT APPLICATION NUMBER: US/10/017 , 372A ££JU / 
C--> 6 <141> CURRENT FILING DATE: 2000-10-19 

7 <150> PRIOR APPLICATION NUMBER: 60/242,292 

8 <151> PRIOR FILING DATE: 2000-10-20 

9 <160> NUMBER OF SEQ ID NOS: 39 M V 
10 <170> SOFTWARE: Patentln version 3.1 ^ ^U^rnrrr^^j 

12 <210> SEQ ID NO: 1 tC^^ ' </ 

13 <211> LENGTH: 28 

14 <212> TYPE: DNA 



15 <213> ORGANISM: (synthetic oligonucleotide 

16 <400> SEQUENCE: 1 ^ 28 

17 ggagagatct ggtaccgaga tggcgcct 

19 <210> SEQ ID NO: 2 

20 <211> LENGTH: 42 

21 <212> TYPE: DNA 

22 <213> ORGANISM: {[synthetic oligonu^l^otidg. 

23 <400> SEQUENCE: 2 ^ 42 

24 ataagaattg cggccgcttt aatcgatccc aagtgggctt gg 

26 <210> SEQ ID NO: 3 

27 <211> LENGTH: 48 

28 <212> TYPE: DNA 






29 <213> ORGANISM: ^sy nthetic oligonuc leotide 

30 <400> SEQUENCE: 3 ^ n ^n 48 

31 gactacaagg atgacgacga caaggccctg gataccaact actgcttc 

33 <210> SEQ ID NO: 4 

34 <211> LENGTH: 45 ^ ■ 

35 <212> TYPE: DNA^^^ ) 

36 <213> ORGANISM: [ synthetic oligonucleoti de^ 

37 <400> SEQUENCE: 4 " " 45 

38 cttgtcgtcg tcatccttgt agtctcggcg gtgccgggag ctgtg 

40 <210> SEQ ID NO: 5 

41 <211> LENGTH: 45 

42 <212> TYPE: DNA 

43 <213> ORGANISM: ^s ynthetic o ligonucleotide, 

44 <400> SEQUENCE: 5 „„„„„ 45 

45 gactacaagg atgacgacga caggagaaga actgctgcgt gcggc 

47 <210> SEQ ID NO: 6 

48 <211> LENGTH: 45 

49 <212> TYPE: DNA 
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RAW SEQUENCE LISTING »«: 05/02/2002 

PATENT APPLICATION : US/10/017 , 372A TIME: 13:00:06 

input Set : N:\Crf3\04152002\J017372.raw 
Output Set: N:\ CRF3\05022 002\J017372A, raw 

<213> ORGANISM: ^ ynthetic oligonucleot ide 

51 <400> SEQUENCE : o 45 

52 cttgtcgtcg tcatccttgt agtctcggcg gtgccgggag ctgtg 

54 <210> SEQ ID NO: 7 

55 <211> LENGTH: 8 

56 <212> TYPE: PRT 

57 <213> ORGANISM: (synthetic oliogpeptide 

58 <400> SEQUENCE: 

59 Asp Tyr Lys Asp Asp Asp Asp Lys 

60 1 5 

62 <210> SEQ ID NO: 8 

63 <211> LENGTH: 1197 

64 <212> TYPE: DNA 

65 <213> ORGANISM: fusion 

66 <220> FEATURE: 

67 <221> NAME/KEY: CDS 

68 <222> LOCATION: (1)..(1197) 

69 <223> OTHER INFORMATION: 

70 <220> FEATURE: 

71 <221> NAME/KEY: misc_feature 

72 <222> LOCATION: (278).. (279) 

73 <223> OTHER INFORMATION: Maturation cleavage site 

74 <400> SEQUENCE: 8 ^ ^ ^ ^ ^ ctg 

Me? Ill Pro III Gly Leu Arg Leu Leu Pro Leu Leu Leu Pro Leu Leu 
5 10 - L ~ J 

11 too eta eta gtg ctg acg cct ggc egg ccg gec gec gga ctg tec acc 96 

79 HI S Leu III Leu Thr Pro Gly Arg Pro Ala Ala Gly Leu Ser Thr 

80 tgc aag acc ate gac atg gag ctg gtg aag egg aag cgc ate gag gec 144 
Cvs Lys Thr lie Asp Met Glu Leu Val Lys Arg Lys Arg lie Glu Ala 

35 40 
84 att cgc ggc cag att ctg tec aag ctt egg ctt gee age ccc ccg age 192 

ill Arg Gly Gin lie Leu Ser Lys Leu Arg Leu Ala Ser Pro Pro Ser 



81 
82 



85 



55 60 



87 cag ggg gac gtg ccg ccc ggc ccg ctg cct gag gca gta ctg get ctt 240 

88 Gil III Asp Val Pro Pro Gly Pro Leu Pro Glu Ala Val Leu Ala Leu 

*7 Q 75 

11 tac aac agt acc cgc gac egg gta gec ggg gaa agt gtc gaa ccg gag 288 

9 ? Tyr Hn Ser Thr Arg Asp Arg Val Ala Gly Glu Ser Val Glu Pro Glu 

\\ ccc aag cca gag gcg gac tac tac gee aag gag gtc acc cgc gtg eta 336 

94 Pro 111 Pro Glu 111 Asp Tyr Tyr Ala Lys Glu Val Thr Arg Val Leu 

96 atg gtg gaa age ggc aac caa ate tat gat aaa ttc aag ggc acc ccc 384 

9 ml tl Glu Ser lly Asn Gin lie Tyr Asp Lys Phe Lys Gly Thr Pro 

~ 115 120 

99 cac age tta tat atg ctg ttc aac acg teg gag etc egg gaa gcg gtg 432 

!oo His Ser Leu Tyr Met Leu Phe Asn Thr Ser Glu Leu Arg Glu Ala Val 
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123 

124 
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128 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/10/017 , 372A 



DATE: 05/02/2002 
TIME: 13:00:06 



input Set : N:\Crf3\04152002\J017372.raw 
Output Set: N:\CRF3\05022002\J017372A.raw 



130 
ccg gaa 
pro Glu 
145 

aag tta 
Lys Leu 

gat tec 
Asp Ser 

ccg gag 
Pro Glu 

acc egc 
Thr Arg 
210 
tct gac 
Ser Asp 
225 

tct ggc 
Ser Gly 

ttc ctg 
Phe Leu 

age tec 
Ser Ser 

gat acc 
Asp Thr 
290 
cag etc 
Gin Leu 
305 

gaa ccc 
Glu Pro 



cct gta 
Pro val 

aaa gtg 
Lys Val 

tgg egc 
Trp Arg 
180 
tgg ctg 
Trp Leu 
195 



aga gag 
Arg Glu 



ttg etc 
Leu Leu 
150 
gag cag 
Glu Gin 
165 

tac etc 
Tyr Leu 

tec ttt 
Ser Phe 

get ata 
Ala He 



age aaa 
Ser Lys 

egc egg 
Arg Arg 

etc etc 
Leu Leu 
260 
egg cac 
Arg His 
275 

aac tac 
Asn Tyr 

tac att 
Tyr He 

aag ggc 
Lys Gly 



ate tgg 
He Trp 

cag cac 
Gin His 

ctg gag 
Leu Glu 
370 
gag cag 
Glu Gin 
385 



age eta 
Ser Leu 
340 
aac ccg 
Asn Pro 
355 

cca ctg 
Pro Leu 

ctg tec 
Leu Ser 



gat aac 
Asp Asn 
230 
ggt gac 
Gly Asp 
245 

atg gee 
Met Ala 

egc cga 
Arg Arg 

tgc ttc 
Cys Phe 

gac ttc 
Asp Phe 
310 
tac cat 
Tyr His 
325 

gac act 
Asp Thr 



135 

tct egg 
Ser Arg 

cac gtg 
His Val 

age aac 
Ser Asn 

gat gtc 
Asp Val 
200 
gag ggt 
Glu Gly 
215 

aca etc 
Thr Leu 



gca gag ctg 
Ala Glu Leu 
155 

gag eta tac 
Glu Leu Tyr 

170 
egg ctg ctg 
Arg Leu Leu 
185 

acc gga gtt 
Thr Gly Val 

ttt egc etc 
Phe Arg Leu 



ctg gee 
Leu Ala 

acc ccg 
Thr Pro 

gac tac 
Asp Tyr 
280 
age tec 
Ser Ser 
295 

egg aag 
Arg Lys 

gec aat 
Ala Asn 



ggc gcg 
Gly Ala 

ccc ate 
Pro He 

aac atg 
Asn Met 
390 



cag tac 
Gin Tyr 

teg gcg 
Ser Ala 
360 
gtg tac 
Val Tyr 
375 

ate gtg 
He Val 



cac gtg gaa 
His Val Glu 
235 

acc att cac 
Thr He His 
250 

ctg gag agg 
Leu Glu Arg 
265 

aag gat gac 
Lys Asp Asp 

acg gag aag 
Thr Glu Lys 

gac ctg ggc 
Asp Leu Gly 
315 

ttc tgc ctg 
Phe Cys Leu 
330 

age aag gtc 
Ser Lys Val 
345 



140 

egc ctg 
Arg Leu 

cag aaa 
Gin Lys 

gec ccc 
Ala Pro 

gtg egg 
Val Arg 
205 
agt gec 
Ser Ala 
220 

att aac 
He Asn 



ggc atg 
Gly Met 

gee cag 
Ala Gin 



gcg ccg tgc 
Ala Pro Cys 



tac gtg ggc 
Tyr Val Gly 

cgt tec tgc 
Arg Ser Cys 
395 



gac gac 
Asp Asp 
285 
aac tgc 
Asn Cys 
300 

tgg aag 
Trp Lys 

ggg CCC 
Gly Pro 

ctg get 
Leu Ala 

tgc gtg 
Cys Val 
365 
egc aag 
Arg Lys 
380 

aag tgc 
Lys Cys 



ctg agg etc 
Leu Arg Leu 
160 

tac age aat 
Tyr Ser Asn 
175 

agt gac tea 
Ser Asp Ser 
190 

cag tgg ctg 
Gin Trp Leu 

cac tct tec 
His Ser Ser 

ggg ttc aat 
Gly Phe Asn 
240 

aac egg ccc 
Asn Arg Pro 

255 
cac ctg cac 
His Leu His 
270 

aag gee ctg 
Lys Ala Leu 



tgc gtg egg 
Cys Val Arg 

tgg att cat 
Trp He His 
320 

tgt ccc tac 
Cys Pro Tyr 
335 

ctg tac aac 
Leu Tyr Asn 
350 

ccg cag gcg 
Pro Gin Ala 

ccc aag gtg 
Pro Lys Val 

age tga 
Ser 



480 



528 



576 



624 



672 



720 



768 



816 



864 



912 



960 



1008 



1056 



1104 



1152 



1197 
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RAW SEQUENCE LISTING DATE : 0^/02/2002 

PATENT APPLICATION: US/10/017 , 372A TIME: 13:00:06 

input Set : N:\Crf3\04152002\J017372.raw 
Output Set: N:\CRF3\05022002\J017372A.raw 

151 <210> SEQ ID NO: 9 

152 <211> LENGTH: 398 

153 <212> TYPE: PRT 

154 <213> ORGANISM ^fusio n 

155 <220> FEATURE: 

156 <221> NAME/KEY: misc_f eature 

157 <222> LOCATION: (278).. (279) 

158 <223> OTHER INFORMATION: Maturation cleavage site 

159 <400> SEQUENCE: 9 

160 Met Ala Pro Ser Gly Leu Arg Leu Leu Pro Leu Leu Leu Pro Leu Leu 

5 10 15 

\\\ Trp Leu Leu Val Leu Thr Pro Gly Arg Pro Ala Ala Gly Leu Ser Thr 

20 ^5 ^0 

\H cys Lys Thr lie Asp Met Glu Leu Val Lys Arg Lys Arg lie Glu Ala 

ifiS ' 35 40 45 

166 He Arg Gly Gin lie Leu Ser Lys Leu Arg Leu Ala Ser Pro Pro Ser 

1fi7 50 55 60 

168 Gin Gly Asp Val Pro Pro Gly Pro Leu Pro Glu Ala Val Leu Ala Leu 

ifiQ 65 70 75 8" 

170 Tyr Asn Ser Thr Arg Asp Arg Val Ala Gly Glu Ser Val Glu Pro Glu 

171 85 90 95 

172 Pro Glu Pro Glu Ala Asp Tyr Tyr Ala Lys Glu Val Thr Arg Val Leu 

173 100 105 110 

174 Met Val Glu Ser Gly Asn Gin lie Tyr Asp Lys Phe Lys Gly Thr Pro 
, 7S " 115 120 125 

176 His Ser Leu Tyr Met Leu Phe Asn Thr Ser Glu Leu Arg Glu Ala Val 

177 130 135 I 40 

178 Pro Glu Pro Val Leu Leu Ser Arg Ala Glu Leu Arg Leu Leu Arg Leu 
17 q 145 150 155 lbu 

180 Lys Leu Lys Val Glu Gin His Val Glu Leu Tyr Gin Lys Tyr Ser Asn 

181 ~ 165 170 I 75 
182 
183 
184 
185 
186 

188 Ser Asp Ser Lys Asp Asn Thr Leu His Val Glu lie Asn Gly Phe Asn 

iflQ 225 " 230 235 *™ 

\\l ser Gly Arg Arg Gly Asp Leu Ala Thr lie His Gly Met Asn Arg Pro 

la-, 245 250 255 

192 Phe Leu Leu Leu Met Ala Thr Pro Leu Glu Arg Ala Gin His Leu His 

193 260 265 270 

194 Ser Ser Arg His Arg Arg Asp Tyr Lys Asp Asp Asp Asp Lys Ala Leu 
lq c 275 280 285 

Asp Thr Asn Tyr Cys Phe Ser Ser Thr Glu Lys Asn Cys Cys Val Arg 



asp Ser Trp Arg Tyr Leu Ser Asn Arg Leu Leu Ala Pro Ser Asp Ser 

180 185 190 

Pro Glu Trp Leu Ser Phe Asp Val Thr Gly Val Val Arg Gin Trp Leu 

195 200 205 

Thr Arg Arg Glu Ala He Glu Gly Phe Arg Leu Ser Ala His Ser Ser 
210 215 220 

Asn Thr Leu His Val Glu 
230 235 



"5 ™* 290 " ' — 295 . 300 

198 Gin Leu Tyr lie Asp Phe Arg Lys Asp Leu Gly Trp Lys Trp lie His 

199 305 310 315 



file://C:\Crf3\Outhold\VsrJ017372A.htm 



5/2/02 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/10/017 , 372A 



DATE: 05/02/2002 
TIME: 13:00:06 



input Set : N:\Crf3\04152002\J017372.raw 
Output Set: N:\CRF3\05022002\J017372A.raw 



200 
201 
202 
203 
204 
205 
206 
207 
208 
209 

211 <210> 

212 <211> 

213 <212> 

214 <213> 

215 <400> 
216 
217 
218 
219 
220 
221 
222 

224 <210> 

225 <211> 

226 <212> 

227 <213> 

228 <220> 

229 <221> 

230 <222> 

231 <223> 

232 <400> 
233 

234 
235 
236 
237 
238 
239 
240 
241 
242 
243 
244 
245 
246 
247 
248 

250 <210> 

251 <211> 



Glu Pro Lys Gly Tyr His Ala Asn Phe Cys Leu 

325 330 
He Trp Ser Leu Asp Thr Gin Tyr Ser Lys Val 

340 345 
Gin His Asn Pro Gly Ala Ser Ala Ala Pro Cys 

355 360 
Leu Glu Pro Leu Pro He Val Tyr Tyr Val Gly 

370 375 
Glu Gin Leu Ser Asn Met He Val Arg Ser Cys 
385 390 395 

SEQ ID NO: 10 
LENGTH: 362 
TYPE: DNA 
ORGANISM :^fus ion 
SEQUENCE: 10 

gactacaagg atgacgacga caaggccctg gataccaact 
aagaactgct gcgtgcggca gctctacatt gacttccgga 
attcatgaac ccaagggctc catgccaatt tctgcctggg 
gcctagacac tcagtacagc aaggtcctgg ctctgtacaa 
cggcggcgcc gtgctgcgtg ccgcaggcgc tggagccact 
gccgcaagcc caaggtggag cagctgtcca acatgatcgt 
ga 

SEQ ID NO: 11 
LENGTH: 120 
TYPE : PRT 



Gly Pro Cys Pro Tyr 
335 

Leu Ala Leu Tyr Asn 
350 

Cys Val Pro Gin Ala 
365 

Arg Lys Pro Lys Val 
380 

Lys Cys Ser 



actgcttcag 
aggacctggg 
gccctgtccc 
ccagcacaac 
gcccatcgtg 
gcgttcctgc 



ctccacggag 
ctggaagtgg 
tacatctgga 
ccgggcgcgt 
tactacgtgg 
aagtgcagct 



60 
120 
180 
240 
300 
360 
362 




ORGANISM^ fusionprotein 
FEATURE 

NAME/KEY: PEPTIDE 
LOCATION: (1) . . (8) 
OTHER INFORMATION: FLAG tag 
SEQUENCE: 11 

Asp Tyr Lys Asp Asp Asp Asp Lys Ala Leu Asp 

1 5 10 

Ser Ser Thr Glu Lys Asn Cys Cys Val Arg Gin 

20 25 
Arg Lys Asp Leu Gly Trp Lys Trp He His Glu 

35 40 
Ala Asn Phe Cys Leu Gly Pro Cys Pro Tyr He 

50 55 
Gin Tyr Ser Lys Val Leu Ala Leu Tyr Asn Gin 
65 ^ * 70 75 

Ser Ala Ala Pro Cys Cys Val Pro Gin Ala Leu 

85 90 
Val Tyr Tyr Val Gly Arg Lys Pro Lys Val Glu 

100 105 
He Val Arg Ser Cys Lys Cys Ser 
115 120 
SEQ ID NO: 12 
LENGTH: 1197 



Thr Asn 

Leu Tyr 

Pro Lys 

45 
Trp Ser 
60 

His Asn 
Glu Pro 
Gin Leu 



Tyr Cys Phe 
15 

He Asp Phe 
30 

Gly Tyr His 

Leu Asp Thr 

Pro Gly Ala 
80 

Leu Pro He 
95 

Ser Asn Met 
110 



The type of $mr% ihewn exi§t threuaffcut 
the Sequence Listing. Please check subsequent 
sequences for similar errors. 
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f Saw Sequence Lbting Error Snmmai7 

SM^nCTECrED SlinnESTF.D CORRECTION SERIAL NUMBER: hj^flf 

ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BV PTO SOFTWARE 

_ • . .1 „• I!--. TV I. rr»*\/ (vnir if VOtLT flic 



1 Wrapped Nucleics 
Wrapped Aminos 



2_ 
3 



Jnvalid Line Length 

_Misaligned Amino 
Numbering 



4 Non- ASCII 

5 Variable Length 



J>atentln 2.0 
"bug" 



7 Skipped Sequences 

(OLD RULES) 



8 Skipped Sequences 



,o\/_ 



Use ofVsorXaa's 
(NEW RULES) 



Invalid <213> 
Response 



11 U scof<220> 



12 



13 



_PatentIn 2.0 
- "bug" 



Misuse ofn 



Them^berA.xtatmeendofeachUno-wr.^ 

was retrieved in a word process after creating K. Ptoe.djustyoornghtm.rpn to J.thiiwrfl 
prevent "wrapping." 

The role, require that . line not exceed 72 character, in length. Thi, include, white .pace.. 
The numbering under each J* »mino .cid i. misaligned. Do not use lab code, between number.; 

use space characters, instead 

The Emitted file wa. not «ved in ASCII(DOS) text. a, required by the Sequence Rule* Ple»« 
ensure your sub«quent .ubmbslon b »aved In ASCII text 

o, m , e ne^ contain n'.orXaa'.reprexnting more than one residue. Per Sequence Rules, 
LcTn o?X«77« S«p^«nt a realdue. Please present the maximum number of each 
££££ vTbScn Jh and indicate in the <220>-<223> sectionl hat some may be rn.ss.ng 

^ tK ?hrTlZZ£I*l Sen£ Pulse manually copy ihe relevant <220>-<223> «ction to 
Artificial or Unknown sequence 

Sequenced missing. If intemiond. please insert the following line, for each skipped sequence: 
O^RMATTON FORSEQ ID NO:X: (insert SEQ ID NO where "X" ..shown) 
(2) INFOKMA1 CHARACTERISTICS: (Do not insert any subheading, under th.she.dmg) 
()d) SEQUEWEDESCRIPTION:SEQ ID NO:X: (insert SEQ ID NO where X "is shown) 
This sequence is intentionally skipped 

Please also adjust the "(ii) NUMBER OF SEQUENCES:" response to Include the skipped sequence 
Sequenc«(.)__missing. Iflntentlonal, please insert the following line, for eachskipped sequence. 
<210> sequence id number 
<400> sequence id number 
000 

U«ofn's and/or Xaa'« have been detected in the Sequence Listing. 

P^l ^ ofT^enVe Rulea use of <220>-<223> i» MANDATORY if n's or Xaa*. .re present. 

p~i raofSenuenee ftWfce only vend ^ 

is Artificial Sequence ' 

, % «:„;na the <220> "Feature" and associated numeric identifiers and responses. 

* K3t"S<55> SSlTORY BS> "OrganUn," rcp^v, . i. "Artificial Sequence" or 

- ^t,t «uT- explain source of genetic material in <220> to <223> secnon. 

Plea* do not use "Copy to Disk" function ofPatentln version 2.0. Thi. cause, a corrupted Oc. 
^■TJ"^to<*Y n-n-ic identifier. and response, (a. ind.cated or. raw sequence 

P«~* """File Manager" orany other manual mean, to copy file to floppy disk. 

n can only be used to rep<e«ut . single nucleotide in a nucleic acid sequence. N is not used to represent 
any value not specifically a nucleotide. 



AMC/MH - Biotechnology System. Branch - 08/21/2001 
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